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<210> 1 
<211> 1337 
<212> PRT 
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<220> 

<223> mouse myosin related protein (MRP) 
<400> 1 

Met Gly Ser Leu Phe Gin Glu Ala Glu Pro Gin Ala Gly Thr Glu Gin 
15 10 15 

Asn Lys Pro Thr Leu Ala Ser Arg Phe Gin Gin Thr Leu Gly Asp Leu 
20 25 30 

Leu Ala Arg Leu Gly Ser Arg Gly His Val Tyr Val He His Cys Leu 
35 40 45 

Asn Pro Thr Pro Gly Lys He Pro Gly Leu Leu Asp Val Gly His Val 
50 55 60 

Ala Glu Gin Leu Arg Gin Ala Gly He Leu Glu He He Gly Thr Arg 
^5 70 75 80 

Ser Thr His Phe Pro Val Arg Val Ser Phe Gin Val Phe Leu Ala Arg 
85 90 95 

Phe His Ala Leu Gly Ser Gly Arg Gin Lys Ala Ala Ser Asp Gin Glu 
100 105 110 

Arg Cys Gly Ala He Leu Ser Glu Val Leu Gly Ala Glu Ser Pro Leu 
115 120 125 

T>'r His Leu Gly Val Thr Gin Val Leu Leu Gin Glu Gin Gly Trp Gin 
130 135 140 

Gin Leu Glu Gin Leu Trp Ala Gin Arg Arg Ser Gin Ala Leu Leu Thr 
145 150 155 160 
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Leu His Arg Gly Leu Arg Ala Cys He Thr Arg Gin Arg Leu Arg Leu 
165 170 175 

Leu Pro Arg Met Gin Ala Arg Val Arg Gly Leu Gin Ala Arg Lys Arg 
180 185 190 

Tyr Leu Gin Arg Arg Ser Ala Leu Gly Gin Leu Asn Thr He Leu Leu 
195 200 205 

Val Ala Arg Pro Leu Leu Arg Arg Arg Gin Lys Leu Arg Cys Ala Pro 
210 215 220 

Gly Pro His ser Gly Glu Pro Trp Gly Lys Val Ser Asn Met Asp Leu 
225 230 235 240 

Gly Arg Leu Glu He Pro Ala Gin Leu Ala Thr Leu Leu Glu Arg Ala 
245 250 255 

Glu Gly His Gin Ala Leu Leu Thr Gly Ser He Thr Glu Ser Leu Pro 
260 265 270 

Pro Glu val Pro Ala Arg Pro Ser Leu Thr Leu Pro Pro Asp He Asp 
275 280 285 

Gin Phe Pro Phe Ser Ser Phe Val Ser Thr Ser Phe Gin Lys Pro Phe 
290 295 300 

Leu Asp Glu Pro Leu Thr Arg Leu Asp 



Leu Pro Arg Pro Gly Gin Pro Leu Asp 
305 



310 315 320 



Gly Glu Asn Pro Gin Gin Ala Leu Glu He Asn Arg Val Met Leu Arg 

325 330 335 

Leu Leu Gly Glu Gly Ser Leu Gin Ser Trp Gin Glu Gin Thr Met Gly 
340 345 350 

Thr Phe Leu Val Gin Gin Ala Gin Arg Arg Pro Gly Leu Arg Asp Glu 
355 360 365 

Leu Phe ser Gin Leu Val Ala Gin Leu Trp Arg Asn Pro Asp Glu Gin 



370 



375 



380 



in Asn Gin Arg Gly Trp Ala Leu Met Val He Leu Leu Ser Ser Phe 



G 
385 



390 395 



Ala Pro Thr Pro Ala Leu Glu Lys Pro Leu Leu Lys Phe Val Ser Asp 
405 410 415 

Gin Ala Pro Ser Gly Met Ala Ala Leu Cys Gin His Lys Leu Leu Gly 
420 425 430 

Ala Pro Met Ala Ser Arg Ser His Pro 



Ala Leu Glu Gin Thr Pro Leu 
435 



440 445 



Pro 

450 



Thr Gin Leu Glu Trp Lys Ala Gly Leu Arg Arg Gly Arg Met Ala 
450 455 460 

Leu ASP val Phe Thr Phe Asn Glu Glu Ser Tyr Ser Ala Glu Val Glu 
465 470 475 

ser Trp Thr Thr Gly Glu Gin Phe Ala Gly Trp He Leu Gin Ser Arg 
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485 



490 495 



Gly Leu Glu Ala Pro Pro Arg Gly Trp Ser Val Ser Leu His Ser Gly 
500 505 510 

Asp Ala Trp Arg Asp Leu Pro Gly Cys Asp Phe Val Leu Asp Leu He 
515 520 525 

Gly Gin Thr Glu Asp Leu Gly Asp Pro Ala Gly Pro His Asn Tyr Pro 
530 535 540 

He Thr Pro Leu Gly Leu Ala Glu Ser He Pro Pro Ala Pro Gly Val 
545 550 555 560 

Gin Ala Pro Ser Leu Pro Pro Gly Leu Pro Pro Gly Pro Ala Pro He 
565 570 575 

Leu Ala Ser Ser Arg Pro Pro Gly Glu Ala Ser Lys Pro Glu Asn Leu 
580 585 590 

ASP Gly Phe Val Asp His Leu Phe Glu Pro Ala Leu Ala Pro Gly Phe 
595 600 605 

ser Asp Leu Glu Gin Gly Trp Ala Leu Ser Arg Arg Met Lys Gly Gly 
610 615 620 

Glv ser Val Gly Pro Thr Gin Gin Gly Tyr Pro Met Val Tyr Pro Gly 
625 630 635 640 

Met val Gin Ala Pro Ser Tyr Gin Pro Ala Met He Pro Ala Pro Met 
645 650 655 

Pro val Met Pro Ala Met Gly Ala Val Pro Thr Met Pro Ala Met Met 
660 665 670 



val Pro Pro Gin Pro Gin Pro Leu Val Pro Ser Leu Asp Ser Arg Gin 
675 680 685 

Leu Ala Leu Gin Gin Gin Asn Phe He Asn Gin Gin Ala Met He Leu 
690 695 700 

Ala Gin Gin Met Thr Thr Gin Ala Met Ser Leu Ser Leu Glu Gin Gin 
705 VIO 715 720 

Asn Gin Arg His Gin His Gin Ala Gin Thr Ser Gly Ala Thr Ser Gin 
725 730 735 

Pro Pro Pro Ser Thr Thr Ala Pro Lys Ala Lys Lys Pro Pro Ala Pro 
740 745 750 

Gin Glu Lys Pro Glu Ser Asn Leu Glu Pro Ser Gly Val Gly Leu Arg 
755 760 765 

Glu Asp Thr Pro Glu Glu Ala Glu Ser Lys Pro Gin Arg Pro Lys Ser 
770 775 780 

Phe Gin Gin Lys Arg Asp Tyr Phe Gin Lys Met Gly Gin Asp Pro He 
785 790 795 800 

Arg Val Lys Thr Val Lys Pro Pro Ala Lys Val Gin He Pro Gin Glu 
805 810 
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Glu Met Glu Glu Thr Glu Glu Glu Glu Asp Glu Thr Ala Glu Leu Ser 
820 825 830 

Pro Pro Pro Pro Pro Pro Pro Val Val Lys Lys Pro Leu Lys Ala Ser 
835 840 845 

Arg Pro Lys Ala Val Lys Glu Asp Glu Ala Glu Pro Ala Gin Glu Glu 
850 855 860 

Val Pro Thr Gin Gly Glu Asp Pro Pro Val His Ser Ser Asn Ser Ala 
865 870 875 880 

Pro Gin His Pro Lys Pro Ser Arg Val Pro Pro Val Gin Ser Ser Asn 
885 890 395 

Ser Ala Pro Pro Arg Pro Gin Pro Ser Arg Glu He Arg Asn He He 
900 905 

Arg Met Tyr Gin Ser Arg Pro Gly Pro Val Ala Val Pro Val Gin Pro 
915 920 925 

Thr Arg Pro He Lys Thr Phe Gin Lys Lys Asn Asp Pro Lys Asp Glu 
930 935 940 

Ala Leu Ala Lys Leu Gly He Asn Gly Val His Leu Pro Leu Ser Thr 
945 950 955 960 

ser Pro Asn Gin Gly Lys Ser Ser Pro Pro Ala Val Val Pro Arg Pro 
965 970 975 

Lys Ala Arg Pro Arg Leu Glu Pro Ser Leu Ser He Gin Glu Lys Gin 



980 



985 



Gly Pro Leu Arg Asp Leu Phe Gly Pro Cys Ser Pro Asn Pro Pro Thr 
995 1000 1005 

Ala Pro Ala Pro Pro Pro Pro Pro Ala Leu Pro Pro Pro Leu Ser Gly 
1010 1015 1020 

Glu Pro Lys Thr Pro Ser Val Glu Ser His Ala Leu Thr Glu Met 



1025 



1030 1035 1040 



Glu ASP Lys Asn He Ser Thr Lys Leu Leu Val Pro Ser Gly Ser Val 
1045 1050 1055 

cys Phe ser Tyr Ala Asn Ala Pro Trp Lys Leu Phe Leu Arg Lys Glu 
1060 1065 1070 



Val Phe Tyr Pro Arg Glu Asn 



Phe Ser His Pro Tyr Cys Leu Ser Leu 



1075 1080 1085 

Leu cys Gin Gin He Leu Arg Asp Thr Phe Thr Glu Ser Cys Thr Arg 
1090 1095 1100 

He ser Gin Asp Glu Arg His Lys Met Lys Gly Leu Leu Gly Asp Leu 
1105 1110 111^ 

Glu val ser Leu Glu Thr Leu Asp He Val Glu Asp Ser He Lys Lys 
1125 1130 1^35 
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Arg He Val Val Ala Ala Arg Asp Asn Trp Ala Asn Tyr Phe Ser Arg 
1140 1145 1150 

He Phe Pro Val Ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu Gly 



1155 



1160 1165 



val ser His Arg Gly Leu Arg Leu Leu Lys Val Thr Gin Ser Pro Ser 
1170 1175 1180 



Phe His Leu Asp Gin Leu Lys _ 
1185 1190 1195 1200 



Thr Leu Cys Ser Tyr Ser Tyr Ala Glu 
1195 1200 

val Leu Thr Val Gin Cys Arg Gly Arg Ser Thr Leu Glu Leu Ser Leu 
1205 1210 1215 

Lys Asn Glu Gin Leu He Leu His Thr Ala Trp Ala Arg Ala He Lys 
1220 1225 1230 

Ala Met val Asp Leu Phe Leu Ser Glu Leu Arg Lys Asp Ser Gly Tyr 
1235 1240 1245 

val He Ala Leu Arg Ser Tyr He Thr Asp Asp Asn Ser Leu Leu Ser 



1250 1255 1260 



Phe His Arg Gly Asp^Leu He Arg Leu Leu^Pro Val Thr Ala Leu^Glu 

Pro Gly Trp Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu Phe Pro 
1285 1290 1295 

ASP ASP val val Gin Pro Ala Ala Ala Pro Asp Leu Ser Phe Ser Leu 
1300 1305 1310 

Gly Lys Arg Asn Ser Trp Gin Arg Lys Ser Lys Leu Gly Pro Ala Gin 
1315 1320 1325 

Glu Val Arg Lys Thr Glu Glu Val Lys 
1330 1335 

<210> 2 
<211> 6293 
<:i2> DNA 
< 2 1 3 > Mus sp . 

<223> Mouse myosin related protein (MRP) variant 1 cDNA 

^^ss^ ""HE I: 

srii 'cf4f.ss r4^=: 

iSii lis HSSH lii ill 11 i 

--s"^ ^ ™ ^ I- 
cS^Sc-r. r4cr4?r. 

gatgcaggct cgtgtgcgtg ggctccaggc caggaagcga tatctccagc ggagg 
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tctgggacag ctgaacacca ttctcctagt ggcccggccc ctgctccgga gacgacagaa 780 
gctacggtgt gcccctggcc cgcacagcgg ggagccctgg gggaaagtgt caaatatgga 840 
cctgggtcgc ttagagatcc ccgcccagct ggctactctg ctggagaggg cggaaggcca 900 
ccaggccttg ctgacgggga gcatcacaga gtccctgcca cctgaggtcc ccgcccggcc 960 
cagcctgact ctccctccag acattgacca gtttcccttc tccagttttg tatccaccag 1020 
ctttcagaag ccatttctgc ctcgaccagg gcagccactg gacgagcccc tgacgcggtt 1080 
agatggcgag aaccctcagc aggctctgga gatcaacagg gtgatgctgc ggctcctggg 1140 
ggaaggatct ctgcagtcct ggcaagagca gaccatgggc acgttcctcg tgcagcaggc 1200 
ccagcgacgg ccgggactcc gagatgagct cttcagccag ctggtggccc agctgtggcg 1260 
caacccagat gagcaacaga atcagcgtgg ctgggcccta atggtgatcc tgctcagctc 1320 
ctttgctccc acacctgccc tggagaagcc actgctcaaa tttgtatctg accaggctcc 1380 
cagtggcatg gcagccctgt gccagcacaa gctgttaggt gccctggagc agacaccgct 1440 
ggctcccatg gcttcgaggt cccacccacc cacacaactt gagtggaagg ctggtttacg 1500 
tcggggccgc atggcgctgg atgtgttcac attcaacgag gaaagctact ccgcggaagt 1560 
ggaatcctgg accacgggag agcagtttgc agggtggatc ctacagagca gaggcctgga 1620 
ggcgccccct cgtggctggt ctgtgtcact gcattctggg gatgcttggc gtgacttgcc 1^.80 
tggctgtgac tttgtgttgg acctaatagg ccagactgag gacttgggag acccagctgg 1740 
tccccacaac taccccatca ctcctcttgg tttagctgag agcatccctc cagcccctgg 1800 
tgtccaggct ccttccctgc ccccaggact ccctccaggt ccagccccaa tactggccag 18^0 
cagccgccct ccgggcgagg ccagtaagcc tgagaacctg gatggtttcg tggaccacct .920 
ctttgaacca gcgctcgctc cgggtttcag tgatctggaa caaggctggg ccctgagcag i980 
acgcatgaag ggagggggct ctgttgggcc cacccagcag ggctacccca tggtgtaccc 2040 
aggtatggtg caggcaccta gctaccagcc agctatgata cccgcaccga tgcccgtcat ^100 
gccagccatg ggcgcagtcc caaccatgcc agccatgatg gtgccacccc agccacagcc ^160 



gcaggcgatg attctggcgc agcagatgac cacccaggcc atgagcctgt ccctggagca .^80 
gcagaatcag agacaccagc accaagctca gacctctggg gccacctccc agcctccacc 2340 
ctcaaccact gctcccaagg ccaagaagcc tcctgccccc caagagaagc cagagagtaa -400 
cctagagcct tcgggtgttg gcttgagaga ggacacccca gaggaagctg aaagcaagcc 2460 
tcagcgcccc aagagcttcc aacagaaacg ggactatttc cagaagatgg ggcaagatcc .5^0 
qatcagagtg aagacggtga aacctccagc caaggttcag atcccccaag aggagatgga -580 
ggagacggag gaggaggagg atgagaccgc cgagttgtcc cctcctcctc cccctccccc -e40 
ggttgtgaag aagccgctga aggcaagcag gcccaaagcc gtaaaggaag atgaggcaga -700 
gcccgcccag gaggaagtac cgacccaggg cgaggatccc ccggtgcaca gctccaactc J760 
cgcacctcag caccccaaac ccagcagggt acccccagtg cagagctcca actccgcacc 8 0 
tccacgcccg caacccagca gggaaatccg aaacatcatc cgaatgtacc agagccgtcc .880 
agggcctgtg gctgtgcccg tacaacccac caggcccatc aaaacttttc agaagaaaaa 2540 
tgaccctaag gatgaggctt tggctaagtt agggataaat ggcgtccact tgcccctatc 3u00 
gacatcgcct aaccaaggga agagctctcc accggctgta gttcctcgac ctaaggctcg 30^0 
acctcgtctt gagccttccc tatccatcca ggaaaagcag ggaccccttc gggacttgtt 31 0 
tqgcccatgt agtccaaacc cacctacagc tccagcaccc ccgcctccac cagcactccc 3180 
accgcctctg tctggggagc ccaagacccc ttcagtggag tctcatgcct tgacagagcc 3 40 
catggaggac aagaacatct ccacaaagct ccttgtgccc tctggaagtg tgtgcttctc 3300 
ctatgccaat gcaccctgga agttgttctt acgcaaggag gtgttctacc cccgggagaa 3360 
cttcagtcat ccatactgcc tcagtctcct ctgccagcag atcctgcggg acaccttcac 34 0 
agagtcctgc acccggatct cacaggatga gcggcacaaa atgaaaggcc ttctgggaga 3480 
cttggaggtg agtctggaga cccttgacat tgttgaagac agcatcaaaa aacgcatcgt 3540 
ggtc|c?Ict cgggacaact gggccaatta cttctcccgc atcttcccag tctcgggtga 3600 
gagtggcagc gatgtacagc tgctgggtgt gtctcaccgg ggactgcggc tgctgaaggt .6^0 
gacccaaagc ccgagcttcc acctggacca gctgaagaca ctctgttcct acagctatgc .7 0 
tgaagtcctg accgtgcagt gcaggggcag atccaccctg gagctgtcct tgaagaatga _^80 
gcagctgata ctgcacacag cctgggcgag ggccatcaag gccatggtgg atctatttct 3840 
gagtgaactc aggaaggact ccggctatgt catcgccctg cgcagctaca tcaccgatga 500 
caatagcctc ctcagtttcc accgtgggga cctcattagg ttactgccag tgaccgctct .5.0 
ggaaccaggc tggcagttcg gttctgccgg gggccgctcc ggactctttc ccgatgacgt 4020 
Igtgcagcca gctgctgccc ccgacctctc cttttccctg ggaaagagaa acagctggca 4 0 80 
acgcaagagt aagctggggc cagctcagga ggtgaggaag acagaagagg tgaagtgata 4140 
caggcctaac ttggagactg agaaggaaag agcagggttg cttcgggtgt tgtccacttc 4 00 
ctgtcctggt ggccagggct caatgtgttc ctgtccttta ccatctcctg actttttgcc 4 60 
at?tgtgala ^tgtaagtca caccctctaa ctctggtact tagttcagtg tctccataga 4 20 
ggatIc?tL taaataacct tggttttcct ggtttctggt gtcactcctc ttgggtctaa 4380 
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tgggtatggg gaccagggcc tgagagtgag 
tggggtggta ccaaatttcc tgtgctccca 
cagtgaagac tcggaggcca cctcctttac 
caactacacc atgcaggaat ttgccctgcg 
ccagatgagt agagacacca aagagaaagc 
ccccatccag gaatccctta ccagcttctg 
tggcttcaag gctctgatgc agtttatggg 
gctgagtctg ctctatgagc tgctgaagct 
ctgccaggtc atcaagcaag tcacaggaca 
gagcgtcctc agcctcttca caggcttctt 
gaccaagttc ctgcaggatt ccagccccag 
cctccagcgc acagttaaat atgggggacg 
tgcttttctg aaagggcaag cagttcgttt 
ctacaggacg aattcacaga cattcacagt 
acagatgggc atcacagact tggaagaagt 
agaaggtgag ctggttcggc cgctgtcacc 
ccaggacatg agccttcaca gccgacggct 
ctccacctac acggaaaccc actatggcca 
gatagtcagc acccaggcag aggctctact 
caaaaccgga acttctagtc ctccatcaga 
actgcaatgg caggtgaaca cagccaacat 
gatgcaaggg tacagcaagc agagagcaca 
gcccctcttt ggctacactg tgtacgtagt 
accaggcctc ctggggctga accgtcagca 
actctgctgc tctgtcatgc taaaagacct 
ggaggacggg ccccctggcc tagaactcaa 
ctggttggag ttgccacagg cccaggagct 
catgtccact cagtggccag gtctcctctg 
tgggcagtct gccttagtcc tgctctgaat 
gccaaaaggc aaagttgtgt cacctgggag 
ctgcaacagg agttggggca tttgctggct 
aagcggcaca agtaaaacac ccaaggaaaa 




tattgggcct ctgggctaga tggtgggtac 4440 
gcgccccacc catcccagga aacaagaacc 4500 
aacctacagc tctttgtctg ccgaccccca 4560 
ctatttccgg aagcctcata cctggctgac 4620 
tgccatcaac ctgatccagt acactaagga 4680 
caatggggac acaaacagta aagctgtggc 4740 
ggaccagcct aagccccggg gcaaggacga 4800 
gtgccaagat gaccttaggg acgagatgta 4860 
cccccagcca aagcactgtg ctctgggctg 4920 
tgcaccatcg accacgctga tgccctatgt 4980 
tgaagagttg gccaggagga gccaggagaa 5040 
ccagcagctg ccgttacctg gtgaaatgaa 5100 
gcttctaatt cacctgcctg ggggtgtgga 5160 
ggcaggggaa gtgctagagg agctgtgtgg 5220 
gcaggaattt gccctctttc tcatcaaagg 5280 
ccatgagtac atcaacaatg tggtgacgga 5340 
tggttgggag actccactgc attttgatca 5400 
ggtgcttcgg gactacctgc aagggaagct 5460 
tgcccagctt gctgccttcc aacacttcga 5520 
gcaagagctg ctgtcttata ttcccaagcc 5580 
aaagagcttg gtgacccagg agctgaggca 5640 
gattggcttt atagagagca cagcgcagct 5700 
gctgagagtg agtaagctgg ccctccctgg 5760 
cctggtcctc atggacccca gctctcagga 5820 
gaagcagttc cacctgctga gcccactgca 5880 
ctatggctct gttgacaacc cccagaccat 5940 
gcagcacacc atcatcttcc tgctgggcag 6000 
aggagtggag ataaggcagc ggtctctcac 6060 
ccgctgcaca accccccacc ccacgtggag 6120 
aataggcaga cacatcccct ctggggtgga 6180 
agccccaggg aaaatgccca cccagctcga 6240 
aaaaaaaaaa aaaaaaaaaa aaa 6293 



<210> 3 

<211> 4375 

<212> DNA 

<213> Mus sp . 

<220> 

<223> Mouse myosin related protein (MRP) variant 2 cDNA 
<400> 3 

cgctgggact gtcacctacc aggtgcacaa gttcataaac agaaacaggg gccacctgga 60 
ccccgctgtg ctggagatgc tcaggcagag ccagctgcag gtgacctagc cttcctttca 120 
gctcatgggc agcctgttcc aagaagcaga gccccaggct gggactgagc aaaacaaacc 180 
cacattggcc tctcgattcc agcagaccct gggtgacttg ctagctcggc taggcagcag 240 
gggccatgtc tacgtcatcc actgtctcaa tcccacccct ggaaagatcc caggcctctt 300 
ggacgtgggg catgtggcag agcagctgcg tcaggctggc atcctggaga tcataggcac 3bO 
ccggagtacc cacttccccg tgcgagtgtc cttccaagtc tttctggcaa ggttccatgc 420 
cctggggtca gggagacaga aagctgcctc tgaccaggag aggtgtggtg ccatcctcag 4 80 
tgaagtgctg ggggcagagt caccgctgta tcatcttgga gtcacccagg tcctgctgca 540 
ggaacagggc tggcagcagc tagaacagct gtgggctcag cggcgctcac aggccctgct bOO 
cactctgcac cgtggcctcc gagcctgtat cacccggcag cgcctccgtc tcctgccccg 660 
gatgcaggct cgtgtgcgtg ggctccaggc caggaagcga tatctccagc ggaggtcagc 720 
tctgggacag ctgaacacca ttctcctagt ggcccggccc ctgctccgga gacgacagaa 780 
gctacggtgt gcccctggcc cgcacagcgg ggagccctgg gggaaagtgt caaatatgga 840 
cctgggtcgc ttagagatcc ccgcccagct ggctactctg ctggagaggg cggaaggcca 900 
ccaggccttg ctgacgggga gcatcacaga gtccctgcca cctgaggtcc ccgcccggcc 960 
cagcctgact ctccctccag acattgacca gtttcccttc tccagttttg tatccaccag 1020 
ctttcagaag ccatttctgc ctcgaccagg gcagccactg gacgagcccc tgacgcggtt 1080 
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agatqgcgag aaccctcagc aggctctgga gatcaacagg gtgatgctgc ggctcctggg 1140 
ggaaggatct ctgcagtcct ggcaagagca gaccatgggc acgttcctcg tgcagcaggc 1-00 
ccagcgacgg ccgggactcc gagatgagct cttcagccag ctggtggccc agctgtggcg 1-60 
caacccagat gagcaacaga atcagcgtgg ctgggcccta atggtgatcc tgctcagctc 13 0 
ctttgctccc acacctgccc tggagaagcc actgctcaaa tttgtatctg accaggctcc 1380 
cagtggcatg gcagccctgt gccagcacaa gctgttaggt gccctggagc agacaccgct 1440 
ggctcccatg gcttcgaggt cccacccacc cacacaactt gagtggaagg ctggtttacg 1500 
tcggggccgc atggcgctgg atgtgttcac attcaacgag gaaagctact ccgcggaagt 1560 
ggaatcctgg accacgggag agcagtttgc agggtggatc ctacagagca gaggcctgga 1620 
ggcgccccct cgtggctggt ctgtgtcact gcattctggg gatgcttggc gtgacttgcc 1680 
tqqctgtgac tttgtgttgg acctaatagg ccagactgag gacttgggag acccagctgg 1740 
tccccacaac taccccatca ctcctcttgg tttagctgag agcatccctc cagcccctgg 1800 
tgtccaggct ccttccctgc ccccaggact ccctccaggt ccagccccaa tactggccag 860 



ctttgaacca gcgctcgctc cgggtttcag tgatctggaa caaggctggg ccctgagcag 580 
acgcatgaag ggagggggct ctgttgggcc cacccagcag ggctacccca tggtgtaccc .040 
aggtatggtg caggcaccta gctaccagcc agctatgata cccgcaccga tgcccgtcat .100 



gccagccatg ggcgcagtcc caaccatgcc agccatgatg gtgccacccc agccacagcc -160 
tctggtgccc agtttggact caaggcagct ggcactacag cagcaaaact tcatcaacca 0 
gcaggcgatg attctggcgc agcagatgac cacccaggcc atgagcctgt ccctggagca .80 
gcagaatcag agacaccagc accaagctca gacctctggg gccacctccc agcctccacc -.40 
ctcaaccact gctcccaagg ccaagaagcc tcctgccccc caagagaagc cagagagtaa -4 00 



agggcctgtg gctgtgcccg tacaacccac caggcccatc aaaacttttc agaagaaaaa 2940 
tSccctLg gatgaggctt tggctaagtt agggataaat ggcgtccact tgcccctatc 3000 
gacatcgcc? Lccaaggga agagctctcc accggctgta gttcctcgac ctaaggctcg 30.0 



acctcgtctt gagccttccc tatccatcca ggaaaagcag ggaccccttc gggacttgtt 3 0 
tggcccatgt agtccaaacc cacctacagc tccagcaccc ccgcctccac cagcactccc 3180 
ac?qcctc?g tctggggagc ccaagacccc ttcagtggag tctcatgcct tgacagagcc 3240 
c^tggaggac aagla^atct ccacaaagct ccttgtgccc tctggaagtg tgtgcttctc 00 
cta?|cSat gcaccctgga agttgttctt acgcaaggag gtgttctacc cccgggagaa 3 360 
cttitcat ccatactgcc tcagtctcct ctgccagcag atcctgcggg acaccttcac 3420 
agagtcctgc acccggatct cacaggatga gcggcacaaa atgaaaggcc ttctgggaga 3480 
c?t|gaggtg agtctggaga cccttgacat tgttgaagac agcatcaaaa aacgcatcgt 3540 
;g^?|c?gct clgga?aact gggccaatta cttctcccgc atcttcccag tctcgggtga 3600 
lagtggcagc gatgtacagc tgctgggtgt gtctcaccgg ggactgcggc tgctgaaggt 3660 
§a?cfaaa|c ccgagcttcc acctggacca gctgaagaca ctctgttcc -age a gc 7.0 



tgaagtCCCg accyuyi-ay l. y^c.^^^^--^ . - - ,^^^-,^^^-f.t- 1840 

gcagctgata ctgcacacag cctgggcgag ggccatcaag gccatggtgg ^^ctatttct 3840 
gagtgaactc aggaaggact ccggctatgt catcgccctg cgcagctaca tcaccgatga 3900 
caatagcctc ctcagtttcc accgtgggga cctcattagg ttactgccag tgaccgctct 3960 
qqaaccaggc tggcagttcg gttctgccgg gggccgctcc ggactctttc ccgatgacgt 4020 
ggtgcagcL g^tgc^gccc ccgacctctc cttttccctg ggaaagagaa acagctggca 4080 
Scallagt aagctggggc cagctcagga ggtgaggaag acagaagagg tgaagtgata . 4 
ca|gcc?aac ttggagactg agaaggaaag agcagggttg cttcgggtgt ^^tccacttc 4-00 
ctqtcctggt ggccagggct caatgtgttc ctgtccttta ccatctcctg actttttgcc 4 60 
atftgtgala c^gtaagLa caccctctaa ctctggtact tagttcagtg tctccataga 4 2 
ggatgcttaa taaataacct tggttttcct ggaaaaaaaa aaaaaaaaaa aaaaa 
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<210> 4 
<211> 437 
<212> PRT 

<213> Homo sapiens 

<220> 

<223> Partial amino acid sequence of human myosin 
related protein variant 1 (hMRPl) 

Met^Tyr Gin Ser Arg Pro Gly Pro Val Pro Val Pro Val Gin Pro Ser 
15 10 

Arg Pro Pro Lys Ala Phe Leu Arg Lys He Asp Pro Lys Asp Glu Ala 
20 25 30 

Leu Ala Lys Leu Gly He Asn Gly Ala His Ser Ser Pro Pro Met Leu 
35 40 45 



ser Pro Ser Pro Gly Lys Gly Pro Pro Pro Ala Val Ala Pro Arg Pro 
50 



55 60 



80 



Lys Ala Pro Leu Gin Leu Gly Pro Ser Ser Ser He Lys Glu Lys Gin 
65 70 75 

Gly Pro Leu Leu Asp Leu Phe Gly Gin Lys Leu Pro He Ala His Thr 
85 90 



Pro Pro Pro Pro Pro Ala Pro Pro Leu Pro Leu Pro Glu Asp Pro Gly 
100 105 

Thr Leu ser Ala Glu Arg Arg Cys Leu Thr Gin Pro Val Glu Asp Gin 
115 120 125 

Gly val ser Thr Gin Leu Leu Ala Pro Ser Gly Ser Val Cys Phe Ser 
130 135 140 

Tyr Thr Gly Thr Pro Trp Lys Leu Phe Leu Arg Lys Glu Val Phe Tyr 
145 150 155 

Pro Arg Glu Asn Phe Ser His Pro Tyr Tyr Leu Arg Leu Leu Cys Glu 



165 170 "5 



Gin He Leu Arg Asp Thr Phe Ser 
180 



Glu Ser Cys He Arg He Ser Gin 
185 190 



Asn Glu Arg Arg Lys Met Lys Asp Leu Leu Gly Gly Leu Glu Val Asp 
195 200 205 



Leu Asp ser Leu Thr Thr Thr Glu Asp Ser Val Lys Lys Arg He Val 
210 215 220 

val Ala Ala Arg Asp Asn Trp Ala Asn Tyr Phe Ser Arg Phe Phe Pro 
225 230 235 

Val ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu Ala Val Ser His 
245 250 255 

Arg Gly Leu Arg Leu Leu Lys Val Thr Gin Gly Pro Gly Leu Arg Pro 



270 

260 265 
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Asp Gin Leu Lys He Leu Cys Ser Tyr Ser Phe Ala Glu Val Leu Gly 
275 280 285 

Val Glu Cys Arg Gly Gly Ser Thr Leu Glu Leu Ser Leu Lys Ser Glu 
290 295 300 

Gin Leu Val Leu His Thr Ala Arg Ala Arg Ala He Glu Ala Leu Val 
305 310 315 320 

Glu Leu Phe Leu Asn Glu Leu Lys Lys Asp Ser Gly Tyr Val He Ala 
325 330 335 

Leu Arg Ser Tyr He Thr Asp Asn Cys Ser Leu Leu Ser Phe His Arg 
340 345 350 

Glv Asp Leu He Lys Leu Leu Pro Val Ala Thr Leu Glu Pro Gly Trp 
355 360 365 

Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu Phe Pro Ala Asp He 
370 375 380 

VaL Gin Pro Ala Ala Ala Pro Asp Phe Ser Phe Ser Lys Glu Gin Arg 
385 390 395 400 

Ser Gly Trp His Lys Gly Gin Leu Ser Asn Gly Glu Pro Gly Leu Ala 
405 410 415 

Arg Trp Asp Arg Ala Ser Glu Val Arg Lys Met Gly Glu Gly Gin Ala 
420 425 430 

Glu Ala Arg Pro Ala 
435 



<210> 5 
<211> 4174 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> Partial DNA sequence for human myosin related 
protein variant 1 (hMRPl) 

cggcagcagc aggctcgggc ctccgaggct gcgtcccagg cctcaccctc agccgtcacc 60 
tccaagccca ggaagccccc cacacccccg gagaagccac agcgtgacct gggatcagag 120 
ggtggctgcc tgagggagac ctccgaggag gctgaagaca ggccctatca gcccaagagc 180 
ttccagcaga aacggaacta tttccagagg atggggcagc cacagatcac agtgaggacg .40 
atgaagcccc cggccaaggt ccacatcccc cagggggaag cgcaggagga ggaggaggag 300 
gaggaggagg aggaggagca ggaggagcaa gaagtggaaa caagagcagc gccgtcccct 360 
cctcctcccc ccatcgtgaa gaagccattg aagcaaggtg gggccaaagc tccaaaagag 420 
gctgaggctg agccagccaa ggagacagcg gccaagggcc atggccaagg gccagcccaa 480 
qqcaggggga ctgtggtgcg cagtcagact ccaagcccaa gcggccacaa cccagcaggg 540 
aaat?Scaa ca^ca^ccg^ atgtaccaga gccgcccggg ccccgtgcct gtgcccgtgc .0 
agccatccag gcctcccaaa gctttcctga ggaaaatcga ccccaaggac gaggctctgg .60 
ccaagctggg tatcaacggt gcccactcgt ccccgccgat gctgtccccc agcccaggaa 720 
agggcccccc gccagctgtg gctcctcgac ccaaggcccc gctacagctt ggg-<=-^^J- ^ 
gctccatcaa ggaaaagcag gggccccttc tggacctgtt tggccagaag ctgcctattg 840 
cccacacacc cccacctcca ccagcgccac cactgcctct gcccgaggac ccagggaccc 900 
tttcagcaga gcgtcgttgc ttgacacagc ccgtggagga ccagggggtc tccacccagc 960 
tactcgcgcc ctctggcagc gtgtgcttct cctacaccgg cacgccctgg aagttgttcc 1020 
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tacgcaagga ggtgttctac 
tctgtgagca gatcctacgg 
agcggcggaa aatgaaagac 
ccaccgaaga cagcgtcaag 
acttctcccg cttctttcct 
tgtcccaccg tgggctgcga 
agctgaagat tctctgctca 
gctccaccct ggagctgtca 
gggccatcga ggcgctggtt 
tcatcgccct gcgcagctac 
acctcatcaa gctgctgccg gtggccaccc 
ggggccgttc cggactcttt cctgccgaca 
ccttctccaa ggagcagagg agtggctggc 
ggctggctcg gtgggacagg gcctcagagg 
caaggcctgc ctgagactga ggaaggaaag 



ccacgggaga acttcagcca 
gacaccttct ccgagtcctg 
ctgctgggag gcttggaggt 
aagcgcatcg tggtggccgc 



gtctcgggcg 
ctgctcaagg 
tacagct ttg 
ctgaagagcg 
gagctattcc 
atcactgaca 



agagtggcag 



tccctactac 
tatccggat t 
ggacctggat 
tcgggacaac 
cgacgtgcag 



tgacccaagg ccccggcctc 
cggaggtgct gggtgtggag 
agcagctggt gctgcacaca 
tgaatgagct taagaaggac 
actgcagcct cctcagcttc 
tggagccagg ctggcagttt 
tagtgcagcc ggctgccgct 
acaagggtca gctgtccaac 
tgaggaagat gggagaggga 
gggtttgacc actcccgagg 



gtgggaccac 
ccttgtctct 
cttgtgtccc 
ttcactttcc 
gggcaggacc 
cagcgccctg 
tcctctgtgg 
cggcgt tact 
aaggacacgg 
ctcagtgatg 
gggtgaccag 
gctgtgccag 
aggacacccc 
cttcttcccc 



cctgctgtcc gtctcctgtg gctgcccctc tgcccgctcc 



ccagcaagac tgtgcactcc 
acgtggtact tagttcaagg 
tggcttctgg tcttgctcct ttggtgtctg 
cctgggacag ggcactggac actcaggtgg 
cccacccttg gagccaggca cacagtgacg 
cctatgcctt tctgcccgac tcccacagct 
tccggaggtc ccaggccttg ctgggccaga 
acagcctggt gcagtacacc aaggctccca 
atgtgagcaa gctggctgta gccagcttcc 
tccaagcccc ggggcaagga tgagatggat 
caggagaagc tgagggatga gatttactgc 
cggccggaac actgcactcg aggctggagc 
ccgtcgacca ggctgatgcc ctacctgacc 



ttgcaggcag gggctgggct 
ctgccccagc agatgcttaa 



ctgaggctcc 
tcccagaatg 
tctctcacca 
tgggccaat t 
ctgt tagccg 
cgccccgacc 
tgccggggcg 
gcccgggcaa 
tccggctatg 
caccgtgggg 
ggctctgccg 
cccgactttt 
ggggaaccag 
caagcagagg 
ctgccatgcg 
tgatggctcg 
ggatgctgct 
taaacagctc 
gctggggagg gatggggctg 
caccaggttt cttgtgatcc 
actcggaggc caccagcctg 
acaccatgca ggaattcgcc 
ctgatggagg tgccgcagga 
tccaggagtc gctcctcagc 
tggcccctga tgcggtttat 
ctgctctatg aactgctgaa 
caggttatca agcaggtcac 
ttcctcagcc ttctcacagg 
aagtttctgc aggattcagg 



ccccagccaa gagctggccc ggagcagcca ggagcacctc cagcgcacag tcaaatatgg 



aggaggagct 
tcttcctcat 
acagcgtggt 
cactgcactt 



ggggcgccgg cggatgcccc caccgggtga 
tcgcctgctt cttattcacc tgccgggggg 
cacagtagca gcagaagtgc 
ggaagtgcag gaattcgccc 
gcagcccgcc gaatacctca 
gcggctccac tgggagaccc 
cagccaggtg ctgtgggact 
gcagctcgcc aggctggccg 
agggcaggac ctgctagctt 
catcaagaac ctgatgggtc 
acagatcagc ttcattgagg 
ggtgctgcga gtgagcatgc 
gcatctcatc ctcatggacc 



aatgaaggct 
tgtggattat 
gtgccggcaa 
caaagagaag 
agtggaccag 
cgataactcc 
accttcaggg gaagctgcca gtcagcgcca 
ccctgcagca cctcagcaag gccaacagga 
acgtgccaaa gcagctgcaa 
aggagctgag acggctggaa 
ccatgagcca gctgcccctc 
aggccctgtc cggacccact 
ccagctccca gagcctgtac 



ttcctgaaag gacaagcgat 
aggacgaata tccagacttt 



atgggtatca 
agccagctgg 
gacgtgagcc 
acctacatca 



cggcaggtga 
ggacacagcc 
ttcggctaca 
ctcctggggc 
tgccgcattg 



cggagcctca 
tgcggcccct 
tgcacagccg 
gcacccacta 
aggcagacgc 
ataccccctc 
acacggcctc 
cccaggaagc 
ccgtctatgg 
tcaaccgcca 
ccctgaagag 



cctgcagcgg 
caactatggc 
gc tgctat ac 
catcaactga 
tctcacccac 
acagcccagc 
gcaaagaaaa 
tcggctgggg 
gcccaggccc 
actccctaaa 



ctccacctgc 
tcagctgaca 
accactgtct 

gaggagtgca ggccggggag 
atggtctgcc ttggatgcta 
cggcccacat 
cagccagacc 
cacctgaggt 
cacattagca 
aaaaaaaaaa 



taagccctct ggaggagaag gggccccctg gcctggaagt 
acccccagac catctggttt gagctgccac aggcccagga 
tcctgataga cagcagtgcc tcttgcactg agtggcccag 
agaagaggat gaggcctccc ccggcccaag 
tcagatcact gttctagaac ctgcctcagc 
gcaggccatg aggcaggggc tgctatcacg tcaccagcag 
ctctccagga cggcctgggg ccaaagcggg ctgcaggaac 
tgcccagtct gagggagatg cccacccgac cccaggctcc 
caagcccagg catgggagaa acagctgctg aggaaataaa 
aaaaaaaaaa aaaa 



1080 
114 0 
1200 
1 2b0 
132 0 
1380 
1440 

1 500 
1560 
1620 
1680 
1740 
1800 
186 0 
1920 
198 0 
2040 
2100 
2160 

2 2 2 0 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3 000 
3 06 0 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4174 
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<210> 6 
<211> 78 6 
<212> PRT 

■:213> Homo sapiens 



<220> 

<223> Partial amino acid sequence of human myosin 
related protein variant 2 (hMRP2) 

<400> 6 

Met Tyr Gin Ser Arg Pro Gly Pro Val Pro Val Pro Val Gin Pro Ser 
15 10 15 

Arg Pro Pro Lys Ala Phe Leu Arg Lys lie Asp Pro Lys Asp Glu Ala 
20 25 30 

Leu Ala Lys Leu Gly He Asn Gly Ala His Ser Ser Pro Pro Met Leu 
35 40 45 

Ser Pro Ser Pro Gly Lys Gly Pro Pro Pro Ala Val Ala Pro Arg Pro 
50 55 60 

Lys Ala Pro Leu Gin Leu Gly Pro Ser Ser Ser He Lys Glu Lys Gin 
65 70 75 80 

Gly Pro Leu Leu Asp Leu Phe Gly Gin Lys Leu Pro He Ala His Thr 
85 90 95 

Pro Pro Pro Pro Pro Ala Pro Pro Leu Pro Leu Pro Glu Asp Pro Gly 
100 105 110 

Thr Leu Ser Ala Glu Arg Arg Cys Leu Thr Gin Pro Val Glu Asp Gin 
115 120 125 

Gly Val Ser Thr Gin Leu Leu Ala Pro Ser Gly Ser Val Cys Phe Ser 
130 135 140 

Tyr Thr Gly Thr Pro Trp Lys Leu Phe Leu Arg Lys Glu Val Phe Tyr 
145 150 155 160 

Pro Arg Glu Asn Phe Ser His Pro Tyr Tyr Leu Arg Leu Leu Cys Glu 
165 170 175 

Gin He Leu Arg Asp Thr Phe Ser Glu Ser Cys He Arg He Ser Gin 
180 185 190 

Asn Glu Arg Arg Lys Met Lys Asp Leu Leu Gly Gly Leu Glu Val Asp 
195 200 205 

Leu Asp Ser Leu Thr Thr Thr Glu Asp Ser Val Lys Lys Arg He Val 
210 215 220 

Val Ala Ala Arg Asp Asn Trp Ala Asn Tyr Phe Ser Arg Phe Phe Pro 
225 230 235 240 

Val Ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu Ala Val Ser His 
245 250 255 

Arg Gly Leu Arg Leu Leu Lys Val Thr Gin Gly Pro Gly Leu Arg Pro 
260 265 270 
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Asp Gin Leu Lys He Leu Cys Ser Tyr Ser Phe Ala Glu Val Leu Gly 
275 280 285 

Val Glu Cys Arg Gly Gly Ser Thr Leu Glu Leu Ser Leu Lys Ser Glu 
290 295 300 

Gin Leu Val Leu His Thr Ala Arg Ala Arg Ala He Glu Ala Leu Val 
305 310 315 320 

Glu Leu Phe Leu Asn Glu Leu Lys Lys Asp Ser Gly Tyr Val He Ala 
325 330 335 

Leu Arg Ser Tyr He Thr Asp Asn Cys Ser Leu Leu Ser Phe His Arg 
340 345 350 

Gly Asp Leu He Lys Leu Leu Pro Val Ala Thr Leu Glu Pro Gly Trp 
355 360 365 

Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu Phe Pro Ala Asp He 
370 375 380 

val Gin Pro Ala Ala Ala Pro Asp Phe Ser Phe Ser Lys Glu Gin Arg 

Ton 395 400 

385 390 = 

Ser Gly Trp His Lys Gly Gin Leu Ser Asn Gly Glu Pro Gly Leu Ala 
405 410 415 

Arg Trp Asp Arg Ala Ser Glu Arg Pro Ala His Pro Trp Ser Gin Ala 
420 425 430 

His ser Asp Asp Ser Glu Ala Thr Ser Leu Ser Ser Val Ala Tyr Ala 
435 440 445 

Phe Leu Pro Asp Ser His Ser Tyr Thr Met Gin Glu Phe Ala Arg Arg 
450 455 460 

Tyr Phe Arg Arg Ser Gin Ala Leu Leu Gly Gin Thr Asp Gly Gly Ala 
465 470 475 480 

Ala Gly Lys Asp Thr Asp Ser Leu Val Gin Tyr Thr Lys Ala Pro He 
485 490 495 

Gin Glu Ser Leu Leu Ser Leu Ser Asp Asp Val Ser Lys Leu Ala Val 
500 505 510 

Ala Ser Phe Leu Ala Leu Met Arg Phe Met Gly Asp Gin Ser Lys Pro 
515 520 525 

Arg Gly Lys Asp Glu Met Asp Leu Leu Tyr Glu Leu Leu Lys Leu Cys 
530 535 540 

Gin Gin Glu Lys Leu Arg Asp Glu He Tyr Cys Gin Val He Lys Gin 
545 550 555 560 

val Thr Gly His Pro Arg Pro Glu His Cys Thr Arg Gly Trp Ser Phe 



565 



570 



Leu ser Leu Leu Thr Gly Phe Phe Pro Pro Ser Thr Arg Leu Met Pro 



580 



585 



590 



Tyr Leu Thr Lys Phe Leu Gin Asp Ser Gly Pro Ser Gin Glu Leu Ala 
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595 



600 605 



Arg Ser Ser Gin Glu His Leu Gin Arg Thr Val Lys Tyr Gly Gly Arg 
610 615 620 

Arq Arq Met Pro Pro Pro Gly Glu Met Lys Ala Phe Leu Lys Gly Gin 

635 640 

625 630 

Ala He Arg Leu Leu Leu He His Leu Pro Gly Gly Val Asp Tyr Arg 
645 650 655 

Thr Asn He Gin Thr Phe Thr Val Ala Ala Glu Val Gin Glu Glu Leu 
660 665 670 

Cys Arg Gin Met Gly He Thr Glu Pro Gin Glu Val Gin Glu Phe Ala 
675 680 635 

Leu Phe Leu He Lys Glu Lys Ser Gin Leu Val Arg Pro Leu Gin Pro 
690 695 -700 

Ala Glu Tyr Leu Asn Ser Val Val Val Asp Gin Asp Val Ser Leu His 
705 710 715 720 

Ser Gly Gly Ser Thr Gly Arg Pro His Cys Thr Ser He Thr Pro Pro 
725 730 735 

Thr Ser Ala Pro Thr Thr Ala Arg Cys Cys Gly Thr Thr Phe Arg Gly 
740 745 750 

Ser Cys Gin Ser Ala Pro Arg Gin Thr Arg Ser Ser Pro Gly Trp Pro 
755 760 765 

Pro cys ser Thr Ser Ala Arg Pro Thr Gly He Pro Pro Gin Gly Arg 
770 775 780 

Thr Cys 
785 



<210> 7 
<211> 3780 
<212> DNA 

<213> Homo sapiens 

<220> 

<223> Partial DNA sequence for human myosin related 
protein variant 2 (hMRP2) 

cggcagcagc aggctcgggc ctccgaggct gcgtcccagg cctcaccctc ^S^^gtcacc 60 
tccaagccca ggaagccccc cacacccccg gagaagccac agcgtgacct gggatcagag 120 
ggtggctgcc tgagggagac ctccgaggag gctgaagaca ggccctatca gcccaagagc 180 
t?ccagcaga aLggaacta tttccagagg atggggcagc cacagatcac -a^gaggacg 240 
atgaalcccc cggccaaggt ccacatcccc cagggggaag cgcaggagga gg-Sajga^g f ° 
gaggaggagg aggaggagca ggaggagcaa gaagtggaaa caagagcagc gccgtcccct 360 
c;?cct?ccc c^tcgtgaa gaagccattg aagcaaggtg gggccaaagc tccaaaagag 420 
gctgaggctg agccagccaa ggagacagcg gccaagggcc atggccaagg gccagcccaa 480 
Igclglggga ctgtggtgcg cagtcagact ccaagcccaa gcggccacaa cccagcaggg 540 
aaatSgcaa catcatccgc atgtaccaga gccgcccggg ccccgtgcct gtgcccgtgc 600 
agcca??cag gcctcccaaa gctttcctga ggaaaatcga ccccaaggac gaggctctgg 660 
c^^^gctggg Ltcaacggt gcccactcgt ccccgccgat gctgtccccc agcccaggaa 720 
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agggcccccc 
gctccat caa 
cccacacacc 
tttcagcaga 
tactcgcgcc 
tacgcaagga 
tctgtgagca 
agcggcggaa 
ccaccgaaga 
acttctcccg 
tgtcccaccg 
agctgaagat 
gctccaccct 
gggccatcga 
tcatcgccct 
acctcat caa 
ggggccgttc 
ccttctccaa 
ggctggctcg 
gtgacgact c 
acagctacac 
gccagactga 
c tcccatcca 
gcttcctggc 
tggatctgct 
actgccaggt 
ggagcttcct 
tgaccaagtt 
acctccagcg 
aggctttcct 
attataggac 
ggcaaatggg 
agaagagcca 
accaggacgt 
ctccacctac 
gccagtcagc 
caaggccaac 
gcaacggcag 
ggaaggacac 
cctcttcggc 
cactctcctg 
gtactgccgc 
gaaggggccc 
gtttgagctg 
tgcctcttgc 
ggatgaggcc 
cactgtt eta 
gggctgctat 
ggggccaaag 
gatgcccacc 
agaaacagct 



gccagctgtg 
ggaaaagcag 
cccacc tcca 



gcgtcgttgc 
ctctggcagc 
ggtgttctac 
gatcctacgg 
aatgaaagac 
cagcgtcaag 
cttctttcct 



tgggctgcga 
tctctgctca 
ggagctgtca 
ggcgctggtt 
gcgcagctac 
gctgctgccg 
cggactcttt 
ggagcagagg 
gtgggacagg 
ggaggccacc 
catgcaggaa 
tggaggtgcc 
ggagtcgctc 
cctgatgcgg 
ctatgaactg 
tatcaagcag 
cagccttctc 
tctgcaggat 
cacagtcaaa 
gaaaggacaa 
gaatatccag 
tatcacggag 
gctggtgcgg 
gagcctgcac 
atcagcaccc 
gccaaggcag 
aggaataccc 
gtgaacacgg 
agcGCCcagg 
tacaccgtct 
gggctcaacc 
attgccctga 
cctggcctgg 
ccacaggccc 
actgagtggc 
tcccccggcc 
gaacctgcct 
cacgtcacca 
cgggctgcag 
cgaccccagg 
gctgaggaaa 



get cctcgac 
gggcccctt c 
ccagcgccac 
ttgacacagc 
gtgtgc t tc t 
ccacgggaga 
gacaccttct 
ctgctgggag 
aagcgcatcg 
gtctcgggcg 
ctgctcaagg 
tacagctttg 
ctgaagagcg 
gagctattcc 
atcactgaca 
gtggccaccc 
cctgccgaca 
agtggctggc 
gcctcagagc 
agcctgtcct 
ttcgcccggc 
gcaggaaagg 
ctcagcctca 
tttatgggtg 
ctgaagctgt 
gtcacaggac 
acaggcttct 
tcaggcccca 
tatggggggc 
gcgattcgcc 
actttcacag 
cctcaggaag 
cccctgcagc 
agcggcggct 
actacagcca 
acgcgcagct 
cctcagggca 
cctccatcaa 
aagcacagat 
atggggtgct 
gccagcatct 
agagcctgca 
aagtcaacta 
aggagctgct 
ccagcatcaa 
caagtctcac 
cagcacagcc 
gcaggcaaag 
gaactcggct 
ctccgcccag 
taaaactccc 



ccaaggcccc 
tggacctgtt 
cactgcctct 
ccgtggagga 
cctacaccgg 
acttcagcca 
ccgagtcctg 
gcttggaggt 
tggtggccgc 
agagtggcag 
tgacccaagg 
cggaggtgct 
agcagctggt 
tgaatgagct 
actgcagcct 
tggagccagg 
tagtgcagcc 
acaagggtca 
gccctgccca 
ctgtggccta 
gttacttccg 
acacggacag 
gtgatgatgt 
accagtccaa 
gccagcagga 
acccccggcc 
tccccccgtc 
gccaagagct 
gccggcggat 
tgcttcttat 
tagcagcaga 
tgcaggaatt 
ccgccgaata 
ccactgggag 
ggtgctgtgg 
cgccaggctg 
ggacctgcta 
gaacctgatg 
cagcttcatt 
gcgagtgagc 
catcctcatg 
gcggctccac 
tggctcagct 
atacaccact 



gctacagct t 
tggccagaag 
gcccgaggac 
ccagggggtc 
cacgccctgg 
tccctactac 



ctgagaggag 
ccacatggtc 
cagccggccc 
aaaacagcca 
ggggcacctg 
gccccacatt 
taaaaaaaaa 



tatccggatt 
ggacctggat 
tcgggacaac 
cgacgtgcag 
ccccggcctc 

gggtgtggag 

gctgcacaca 
taagaaggac 
cctcagcttc 
ctggcagttt 
ggctgccgct 
gctgtccaac 
cccttggagc 
tgcctttctg 
gaggtcccag 
cctggtgcag 
gagcaagctg 
gccccggggc 
gaagctgagg 
ggaacactgc 
gaccaggctg 
ggcccggagc 
gcccccaccg 
tcacctgccg 
agtgcaggag 
cgccctcttc 
cctcaacagc 
accccactgc 
gactaccttc 
gccgccctgc 
gcttacgtgc 
ggtcaggagc 
gaggccatga 
atgcaggccc 
gaccccagct 
ctgctaagcc 
gacaaccccc 
gtcttcctga 
tgcaggccgg 
tgccttggat 
acatgcaggc 
gaccctctcc 
aggttgccca 
agcacaagcc 
aaaaaaaaaa 



gggccc tcta 
ctgcctattg 
ccagggaccc 
tccacccagc 
aagttgttcc 
ctgaggctcc 
tcccagaatg 
tctctcacca 
tgggccaatt 
ctgttagccg 
cgccccgacc 
tgccggggcg 
gcccgggcaa 
tccggctatg 
caccgtgggg 
ggctctgccg 
cccgactttt 
ggggaaccag 
caggcacaca 
cccgactccc 
gccttgctgg 
tacaccaagg 
gctgtagcca 
aaggatgaga 
gatgagattt 
actcgaggct 
atgccctacc 
agccaggagc 
ggtgaaatga 

gggggtgtgg 
gagctgtgcc 
ctcatcaaag 
gtggtagtgg 
acttcgataa 
aggggaagct 
agcacctcag 
caaagcagct 
tgagacggct 
gccagctgcc 
tgtccggacc 
cccagagcct 
ctctggagga 
agaccatctg 
tagacagcag 
ggagagaaga 
gctatcagat 
catgaggcag 
aggacggcct 
gtctgaggga 
caggcatggg 
aaaaaaaaaa 



780 

8 4 0 

9 0 0 
960 
1 0 0 

10 80 
1 L40 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
18 6 0 
: 920 
198 0 
2 04 0 
2100 
216 0 
2220 



2280 
2340 
24 0 0 
24 60 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3 00 0 
3 06 0 
3120 
3 180 
3240 
3300 
3 360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
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<2 10:- 8 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
< 2 2 0 > 

<223> Description of Artificial Sequence: Signature 

sequence 1 conserved between mouse and human MRP 
genes, consensus peptides 

pJo^Trp Lys Leu Phe Leu Arg Lys Glu Val Phe Tyr Pro Arg Glu Asn 
15 10 15 



Phe Ser His Pro Tyr 
20 



< 2 1 0 > 9 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Signature 

sequence 2 conserved between mouse and human MRP 
genes, consensus peptides 

Ly^Lys Arg He Val Val Ala Ala Arg Asp Asn Trp Ala Asn Tyr Phe 
15 10 15 

Ser Arg 



<210> 10 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Signature 

sequence 3 conserved between mouse and human MRP 
genes, consensus peptides 

LyrLp°Ser Gly Tyr Val He Ala Leu Arg Ser Tyr He Thr Asp 

10 15 
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< 2 1 0 > 11 
<211> 18 
<212> PRT 

<213> Artificial Sequence 

< 2 2 0 > 

<223> Description of Artificial Sequence: Signature 

sequence 4 conserved between mouse and human MRP 
genes, consensus peptides 

<400> 11 

Leu Glu Pro Gly Trp Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu 
15 10 15 

Phe Pro 



<210> 12 
<211> 407 
<J12> PRT 
<2 13 > Mus sp . 

<220> 

<223> partial amino acid sequence for mouse myosin 
related protein (nriMRP) 

<400> 12 

Met Tyr Gin Ser Arg Pro Gly Pro Val Ala Val Pro Val Gin Pro Thr 
15 10 15 

Arg Pro lie Lys Thr Phe Gin Lys Lys Asn Asp Pro Lys Asp Glu Ala 
20 25 30 

Leu Ala Lys Leu Gly lie Asn Gly Val His Leu Pro Leu Ser Thr Ser 
35 40 45 

Pro Asn Gin Gly Lys Ser Ser Pro Pro Ala Val Val Pro Arg Pro Lys 
50 55 60 

Ala Arg Pro Arg Leu Glu Pro Ser Leu Ser lie Gin Glu Lys Gin Gly 
65 70 75 80 

Pro Leu Arg Asp Leu Phe Gly Pro Cys Ser Pro Asn Pro Pro Thr Ala 
85 90 95 

Pro Ala Pro Pro Pro Pro Pro Ala Leu Pro Pro Pro Leu Ser Gly Glu 
100 105 110 

Pro Lys Thr Pro Ser Val Glu Ser His Ala Leu Thr Glu Pro Met Glu 
115 120 125 

Asp Lys Asn He Ser Thr Lys Leu Leu Val Pro Ser Gly Ser Val Cys 
130 135 140 

Phe Ser Tyr Ala Asn Ala Pro Trp Lys Leu Phe Leu Arg Lys Glu Val 
145 150 155 160 

Phe Tvr Pro Arg Glu Asn Phe Ser His Pro Tyr Cys Leu Ser Leu Leu 
165 170 175 
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cys Gin Gin He Leu Arg Asp Thr Phe Thr Glu Ser Cys Thr A.g He 

180 



Ser Gin Asp Glu Arg His Lys Met Lys Gly Leu Leu Gly Asp Leu Glu 

195 200 

val ser Leu Glu Thr Leu Asp He Val Glu Asp Ser He Lys Lys Arg 

210 ^ 

lie val val Ala Ala Arg Asp Asn Trp Ala Asn Tyr Phe Ser Arg lie 
225 230 235 

Phe pro val Ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu Gly Val 

245 250 

ser His Arg Gly Leu Arg Leu Leu Lys Val Thr Gin Ser Pro Ser Phe 

260 

His Leu ASP Gin Leu Lys Thr Leu Cys Ser Tyr Ser Tyr Ala Glu Val 

280 

.eu Thr val Gin Cys Arg Gly Arg Ser Thr Leu Glu Leu Ser Leu Lys 



290 295 
;.sn Glu Gin Leu He Leu His Thr Ala Trp Ala Arg Ala He Lys Ala 



305 
Met 



310 



val ASP Leu Phe Leu Ser Glu Leu Arg Lys Asp Ser Gly Tyr Val 

325 

ne Ala Leu Arg Ser Tyr He Thr Asp Asp Asn Ser Leu Leu Ser Phe 

340 ^"^^ 

«g 31y .sp n. «e .eu .ro val Th. Ala .au .lu P.o 

355 

Oly Trp Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu Phe Pro Asp 

370 

.sp val val Gin Pro Ala Ala Ala Pro Asp Leu Ser Phe Ser Leu Gly 

385 

Lys Arg Asn Ser Trp Gin Arg 
405 



<210> 13 
<211> 405 
<2:i2> PRT 

<::13> Homo sapiens 

:''3> partial amino acid sequence for human myosin 
related protein variant 1 (hMRPl) 



;:r;y"Gln ser Arg Pro Oly Pro Val Pro Val Pro 
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,rg pro Pro Lys Ala Phe Leu Arg Lys He Asp Pro Lys Asp Glu Ala 
20 



18 



^1 7M uic qpr Ser Pro Pro Met Leu 
Leu Ala Lys Leu Gly He Asn Gly Ala His Ser 

35 

ser pro Ser Pro Oly .ys Oly Pro Pro Pro Ala Val Ala Pro Arg Pro 

S 5 

50 

uys Ala pro Leu Oln Leu Gly Pro Ser Ser Ser He Lys Olu Lys Gin 

65 

Oly pro Leu Leu Asp Leu Phe Gly Gin Lys Leu Pro He Ala H.s Thr 

85 

P.O pro pro pro Pro Ala Pro Pro Leu Pro Leu Pro Glu Asp Pro Gly 

100 

... Leu ser Ala Glu Arg Arg Cys Leu Thr Gin Pro Val Glu Asp Gin 

115 

Oly val ser Thr Gin Leu Leu Ala Pro Ser Gly Ser Val Cys Phe Ser 

130 

T.r Oly T.r Pro Trp .ys Leu Phe .eu Ar, .ys Olu Val Phe Tyr 

145 

r,.. Q^-r His pro Tyr Tyr Leu Arg Leu Leu Cys Glu 
Glu Asn Phe Ser His pro lyj- 

165 

He Ser Gin 
190 



Pro Arg Glu Asn fn^ ^^^^ ^ ^ 

165 

om He Leu Arg Asp Thr Phe Ser Glu Ser Cys He Arg 
180 

Olu Arg Arg Lys Met Lys Asp Leu Leu Oly Gly Leu Glu Val Asp 



Asn . - - 

195 



„p se, ..u ..r «r Th. <3.„ »P Ser V.l .y. .y. I- 

210 



V.l Ma «a «<, ASP .s„ T.P «. Tyr P« S,r P.e P.. Pro 

2 3 0 

225 -^-^ 

val ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu Ala Val Ser Hrs 



245 250 

w=i Thr Gin Gly Pro Gly Leu Arg Pro 
Arg Gly Leu Arg Leu Leu Lys Val Thr Gin o y 

260 -^^^ 

Q^r- Tvr Ser Phe Ala Glu Val Leu Gly 
ASP Gin Leu Lys He Leu Cys Ser Tyr 

275 

. rnv Civ ser Thr Leu Glu Leu Ser Leu Lys Ser Glu 
val Glu Cys Arg Gly Gly ser in 

290 2 
31„ V.l «u His T.r M. .1. Ma He M. Val 

305 "° 

01„ .eu Ph, ..u «n Ol. X,ys .ys »=P Ser Oly T-.r V.l Xle Ma 

325 -^-^ 



Leu 



Ti. Thr ASD Asn Cys Ser Leu Leu Ser Phe His Arg 
Arg Ser Tyr He Thr Asp Asn 



340 
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Glv ASP Leu lie Lys Leu Leu Pro Val Ala Thr Leu Glu Pro Gly Trp 
355 360 365 

Gin Phe Gly Ser Ala Gly Gly Arg Ser Gly Leu Phe Pro Ala Asp He 



370 375 380 



Va 
385 



I Gin Pro Ala Ala Ala Pro Asp Phe Ser Phe Ser Lys Glu Gin Arg 



390 



395 



Ser Gly Trp His Lys 
405 



<210> 14 
<211> 9 
<212> PRT 

<213> Artificial Sequence 



<22 3> Description of Artificial Sequence: Consensus 
Peptide 



<400> 14 

Met Tyr Gin Ser Arg Pro Gly Pro Val 
5 



<::10> 15 
< 2 11 > 4 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Consensus 
Peptide 



<400> 15 
Val Pro Val Gin 
1 



<210> 16 
<211> 14 
<212> PRT 
<2 13> Art 



if icial 



Sequence 



r223> Description of Artificial Sequence: Consensus 

Peptide 

I's^Pro'Lys ASP Glu Ala Leu Ala Lys Leu Gly He Asn Gly 
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<210> 17 

< 2 1 1 > 4 

.:2 12> PRT 

■:;2a3> Artificial Sequence 

.:;:'20> 

■:22 3 > Description of Artificial Sequence: Consensus 
Pept ide 

<4 00> 17 
Pro Pro Ala Val 
I 



< 2 1 0 > 18 
<211> 5 
<2 12> PRT 

<213> Artificial Sequence 

< 2 2 0 > 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 18 

Pro Arg Pro Lys Ala 
1 5 



<210> 19 
<211> 6 
<212> PRT 

<213 > Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Consensus 
Peptide 

<400> 19 

Glu Lys Gin Gly Pro Leu 
1 5 



<23 0> 20 

< 2 1 1 > 4 

< 2 : 2 > PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 20 
Asp Leu Phe Gly 
1 



21 



4 



# 



<210> 21 

<:211: 6 

.;2 12> PPT 

.;213:- Artificial Sequence 
2 2 (3 ■■ 

;223 > Description of Artificial Sequence: Consensus 
Peptide 

< 4 0 0 . 2 1 

Pro Pro Pro Pro Pro Ala 
1 5 



<210> 22 
<211> 9 
<2 12> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<4 00> 2 2 

Ft-o Ser Gly Ser Val Cys Phe Ser Tyr 
1 5 



<210> 23 
<2 11> 7 
<212> PRT 

<213> Artificial Sequence 
< 220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 23 

Gin He Leu Arg Asp Thr Phe 
1 5 



<210> 2 4 
t211> 4 
^212> PRT 

<213> Artificial Sequence 
- 220> 

<223> Description of Artificial Sequence: Consensus 
Pept ide 

^. 4 0 0 > 2 4 
Arg He Ser Gin 
1 



71 



: 2 1 0 > 2 5 
:2 11> 14 
<2 12> PRT 

<213> Artificial Sequence 
•:2 2 0:. 

<2:;3:' Description of Artificial Sequence: Consensus 
Pept ide 

-r4 00> 2 5 

Phe Pro Val Ser Gly Glu Ser Gly Ser Asp Val Gin Leu Leu 
5 10 



<210> 26 
< 2 1 1 > 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<4 00> 2 6 

Val Ser His Arg Gly Leu Arg Leu Leu Lys Val Thr Gin 
1 5 10 



< 2 1 0 > 2 7 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<r 22 0> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 27 
Asp Gl n Leu Lys 
1 



<210> 28 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
^' 2 2 0 > 

<223> Description of Artificial Sequence: Consensus 
Pept ide 



<400> 28 

Leu Cys Ser Tyr Ser 
1 5 




<210> 29 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Pept ide 

< 4 0 0 > 2 9 
Ala Glu Val Leu 
1 



<210> 30 
<211> 8 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

< 4 iD 0 > 3 0 

Ser Thr Leu Glu Leu Ser Leu Lys 
1 5 



< 2 3 0 > 31 
<211> 4 

< 2 1 2 > PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 31 
Leu His Thr Ala 
1 



<210> 32 
<211> 4 
<212> PRT 

<213> Artificial Sequence 

<220> 

■:223 > Description of Artificial Sequence: Consensus 
Pept ide 

r. 4 0 0 > 3 2 
Ala Arg Ala lie 
1 
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<210> 33 
< 2 1 1 > 11 
<212> PRT 

<213> Artificial Sequence 
<22 0> 

'c223 > Description of Artificial Sequence: Consensus 
Pept ide 

4 0 0 > 3 3 

Ser Leu Leu Ser Phe His Arg Gly Asp Leu lie 
1 5 10 



<210> 34 
< 2 1 1 > 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 34 
Leu Leu Pro Val 
1 



<210> 3 5 
<211> 8 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
Peptide 

<400> 35 

Val Gin Pro Ala Ala Ala Pro Asp 
1 5 
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